F oot-and-mouth disease viruses (FMDVs) are highly contagious in cloven-hoofed animals, such as cattle and pig, and are classified under seven serotypes (O, A, Asia1, C, SAT1, SAT2, and SAT2). FMDVs are prevalent in most Southeast Asian countries, including Vietnam (1, 2). Serotype O and A of FMDV have most commonly been occurring endemically, and the O/SEA/Mya-98 genotype was one of the indigenous genotypes and has shown a high incidence rate in Vietnam (3, 4) .
In this study, we isolated the FMDV strain O/VN1/2014 from an epithelial sample of a pig with clinical symptoms of FMDV in northern Vietnam (Lao Cai Province) in October 2014. The virus was cultured until passage 2 in the cell line ZZR-127, originated from a fetal goat tongue epithelium (5). Viral RNA was extracted with an RNeasy mini kit (Qiagen), and the full genome was amplified by PCR using a Qiagen one-step reverse transcriptase PCR (RT-PCR) kit and 19 overlapping pairs of FMDV-specific primers, based on the sequence of O/SKR/JC/2014 (GenBank accession no. MG257782). The PCR products were subjected to direct sequencing using a ABI 3730XL instrument with a BigDye Terminator v3.1 cycle sequencing kit. The sequences of the PCR products were assembled by Clustal W multiple alignment with default parameters using the software BioEdit (version 7.2. 
